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AMENDMENTS TO THE SPECIFICATION 



Please replace the title at page 1, line 2, with the following rewritten title: 

P I ft mimp) apv i t PMft <?VMTHFTn . SF POLYNUCLEOTIDES E NCODING 
CYSTEINYL-tRNA SYNTHETASE FROM TEA MAYS 

Please replace the paragraph at page 1, lines 3-4, with the following 
rewritten paragraph: 



Th i s a pplication claims tho bonof i t of U.S. Provis i onal Application 
No. 60/092,866, fi l od Ju l y 15, 1998. This application is a divis ional of U.S. 
Application No. 09/852.990 filed July 14. 1999. now granted as U.S. Patent No. 
6.255.090. which claims the benefit of U.S. Provisional Applica tion No. 60/092.866, 
filed July 15. 1998. 



Please replace the paragraph at page 6, lines 16-38, with the following 
rewritten paragraph: 



0/ 



A "substantial portion" of an amino acid or nucleotide sequence comprises an 
amino acid or a nucleotide sequence that is sufficient to afford putative identification 
of the protein or gene that the amino acid or nucleotide sequence comprises. Amino 
acid and nucleotide sequences can be evaluated either manually by one skilled in the 
,art, or by using computer-based sequence comparison and identification tools that 
employ algorithms such as BLAST (Basic Local Alignment Search Tool; Altschul et 
al. (1 993) J. Mol. Biol. 275:403-410 ; coo also www.ncb i .nlm.nih.gov/BLAST/ ). In 
general, a sequence of ten or more contiguous amino acids or thirty or more 
contiguous nucleotides is necessary in order to putatively identify a polypeptide or 
nucleic acid sequence as homologous to a known protein or gene. Moreover, with 
respect to nucleotide sequences, gene-specific oligonucleotide probes comprising 30 
or more contiguous nucleotides may be used in sequence-dependent methods of 
gene identification (e.g., Southern hybridization) and isolation (e.g., in situ 
hybridization of bacterial colonies or bacteriophage plaques). In addition, short 
oligonucleotides of 12 or more nucleotides may be used as amplification primers in 
PCR in order to obtain a particular nucleic acid fragment comprising the primers. 
Accordingly, a "substantial portion" of a nucleotide sequence comprises a nucleotide 
sequence that will afford specific identification and/or isolation of a nucleic acid 
fragment comprising the sequence. The instant specification teaches amino acid and 
nucleotide sequences encoding polypeptides that comprise one or more particular 
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plant proteins. The skilled artisan, having the benefit of the sequences as reported 
herein, may now use all or a substantial portion of the disclosed sequences for 
purposes known to those skilled in this art. Accordingly, the instant invention 
comprises the complete sequences as reported in the accompanying Sequence 
Listing, as well as substantial portions of those sequences as defined above. 



Please delete the paragraph at page 9, lines 16-38, that was 
inappropriately amended in Applicants' last amendment filed on November 25, 
2002 (Paper No. 9, received by PTO on December 2, 2002), as follows: 

A "substant i a l portion" of an am i no acid or nuc lo ot i d o s o qu e nc o compr i s e s an 
amino ac i d or a nucl e ot i d e s e qu o nce that i s sufficient to afford putat i vo id e nt i f i cation 
of tho proto i n or gone that tho am i no acid or nucloot i do sequence comprises. Amino 
a c i d and nucloot i do soquoncos can bo ova l uatod oithor manual l y by ono sk il led in the 
art, or by using comput o r bas e d soquonce compar i son and i d o nt i fication tools that 
omploy algorithms such as BLAST (Basic Loca l Alignment Soarch Tool; A l tschu l et 
a l . (1993) J. Mol. Biol. 275:103 410; soo alsowww.ncb i .n l m.n i h.gov/BLAST/). I n 
gonora l , a soqu e nco of ton or mor e contiguous amino acids or th i rty or more 
cont i guous nuc le otid e s i s n e c e ssary in ord e r to putat i v e ly id e nt i fy a polypeptide or 
nuc lei c acid s e qu e nco as homologous to a known prot e in or gone. Moreov e r, with 
resp e ct to nuc l eot i d e sequ e nc e s, gono sp e cific ol i gonuc l ootid e probos comprising 30 
or mor e contiguous nuc l eotid e s may b e usod i n s e qu o nco d e pend e nt m e thods of 
gono i d e ntif i cation ( e .g., South e rn hybr i dizat i on) and iso l ation ( e .g., in situ 
hybr i d i zation of bact e rial co l oni e s or bact e riophag e p l aqu e s). I n add i t i on, short 
o li gonuc le otid e s of 12 or mor e nuc l eot i d e s may bo usod as ampl i ficat i on primers i n 
PCR i n ordor to obtain a particular nuc l o i c acid fragment compr i s i ng tho pr i mors. 
According l y, a "substantial portion" of a nuc l ootid o s o qu o nc o compr i sos a nucl e ot i d e 
sequ e nc e that wi ll afford sp e cific i d e ntification and/or i solation of a nuc le ic ac i d 
fragm e nt compr i s i ng th e s e quenco. Th e i nstant sp e cification teach e s amino acid and 
nuc le ot i de soquonces encod i ng polyp e pt i des that compr i s e ono or mor e part i cu l ar 
p l ant prote i ns. Th e sk i ll e d art i san, having tho b e nefit of th o s o quencos a s r e ported 
h e r e in, may now us e al l or a substantia l port i on of th e d i sc l os e d sequ e nc e s for 
purpos e s known to those sk i l le d in th i s art. Accord i ng l y, the i nstant invent i on 
compr i s e s tho comp l ete s e qu e nces as r e ported i n tho accompany i ng Sequ e nce 
List i ng, a s wo l l as substant i a l port i ons of thos e s e qu e nc e s as d e f i n e d abov e . 

Please replace the Abstract with the following rewritten Abstract: 
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This invention relates to an isolated nucleic acid fragments encoding af> 
aminoacyl-tRNA synthetase s and particularly aspartvk cvsteinvl-, trvptophanvl- and 
tvrosvl-tRNA synthetases from Zea mavs. Orvza sativa. Tr iticum aestivum and 
jG^nemax . The invention also relates to the construction of a chimeric gene 
encoding all or a portion of the aminoacyl-tRNA synthetase, in sense or antisense 
orientation, wherein expression of the chimeric gene results in production of altered 
levels of the aminoacyl-tRNA synthetase in a transformed host cell. 
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